As part of an earlier study (7) to define certain physical and biochemical properties of the staphylococcal typing bacteriophages, we have determined the molecular weights of the genome of six different bacteriophages. The viruses selected represent an overview of the lytic and serological groups presently employed. Although we have used these data in an examination of the biological relationships used for classification, we are aware that this study does not represent all 21 phages and, therefore, may be incomplete in this regard. Nevertheless, high degrees of correlation have been encountered among members of the same serological groups (7), suggesting a broader significance.
Staphylococcal typing bacteriophages 47, 81, 71, 80, 77, and 187 were propagated, purified, and typed as reported earlier (7). Molecular weight and sedimentation coefficient (corrected to viscosity of water at 20 C) (s20,W) values for the phenol-extracted (13), purified staphylococcal deoxyribonucleic acids (DNA) were determined by using 5 the staphylococcal phage genomes were calculated by using the relationship derived by Burghi and Hershey (3) . Control experiments showed that sedimentation variations due to concentration effects (3) were negligible with the quantities of DNA used in this study (0.5 to 5 ,g of DNA per gradient). In general, the phage DNAs sedimented as narrow, homogeneous bands. There was no evidence of contamination with degraded host DNA which would have sedimented slowly as broad bands. Rapidly sedimenting material was occasionally observed at the bottom of the gradients and was attributed to aggregation of phage DNA (3, 4) or to wall effects (3). It was possible to obtain consistent and reproducible sharp, symmetrical peaks by using this method of zonal centrifugation. The calculation of molecular weight and S20,W values of the staphylococcal phage genomes studied were within a standard deviation of ± 3%. The range for molecular weight calculations was 3 x 106 or less ( Table 1 (11) to 60 by 80 nm for phage 3B (1) . The tails of all group A phages are about 300 nm long (1, 10, 11) . Correspondingly, the serological group A phages studied in this investigation, phages 47 and 81, possessed the largest genomes (Table 1) .
In contrast, serological group B phages are smaller than group A phages (1, 9-11) (symmetrical heads, about 50 nm in diameter, and tails about 150 nm long), and, as expected, the genomes of the serological group B phages, 71 and 80, were smaller than the genomes of the group A phages.
Phage 187, the serological group L phage studied, has a slightly larger head (60 nm) and a slightly longer tail (170 nm) than phage 71 (head diameter of 50 nm, tail length of 150 nm) (1), but the data ( (Table 1) .
Although only six phages were studied, the work presented here points out further similarities among the serological groups and is consistent with our earlier findings (7) .
